Supplemental tables
Peptide concentration measurements of biological replicates at the three treatment temperatures (10, 15, 20 °C) . Table S2 Correlation-table of in silico identity extent of pairwise comparisons of genomes of the four Trichoptera species used in this study to generate the homology-based protein database for protein identification. Figure 1 Pie chart showing the distribution of identified protein sequences in reference to their origin in the in-silico digested sequence in the homology-based AA-sequence database 
Supplemental figures

SI1 Figure 2:
Barplot showing the number of proteins (y-axis) and in how many of the 18 samples they have been identified. The dataset contains proteins which were quantified in all replicates (bar 18). Some proteins were only identified in a single biological replicate (bar 1). Plot was generated in R using function plot_frequency from package DEG (Zhang et al., 2018) . Oxygen concentration in the headspace of a closed respirometer (glass vial), connected to a FireSting O2 fiber-optic oxygen and temperature meter (PyroScience) was measured over 5 hours. Oxygen consumption rate (mg O2 per gram of animal per minute) was calculated according to formulae (1) of (Steffensen, 1989) , using time course of oxygen concentration (slope of regression line) volume of water in respirometer (ml), wet weight of individual (mg) and time period over which measurements were taken as input parameters. Fig. 6 : Example norms of reaction for heat shock protein 22 (increasing) and translation factor waclaw, mitochondrial (decreasing). Normalized, log2-transformed intensity values on y-axis, treatment temperature (°C, as continuous variable) on x-axis. Plots were generated only for proteins identified at all three temperatures. a) Increasing norm of reaction b) Decreasing norm of reaction. Regressions model predicting intensity values of individual proteins given their abundances at the three treatment temperatures were computed with the function stan_glm from the rstanarm R package (Goodrich, Gabry, Ali, & Brilleman, 2018) . Results from the model fit such as regression lines and estimates of uncertainty were plotted using the ggplot2 R package (Valero-Mora, 2015).
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